1 COAGGCATGC TTCTATATTA TTITTCTAAAAR GATTTAAAGT TTTGCCTTICT
CGTCOGTACG AAGATATAAT AAAAGATITT CTAAATTITCA AARACGGAAGA

51 CCATTTAGAC TTATAATTCA CTGGAATTTT TTTGTGTGTA TGGTATGACHA
GGTAAATCTG AATATTAAGT GACCTTAAAA RAARCACACAT ACCATACTGT

101 TATGGGTTCC CTTTTATTTT TTACATATAAR ATATATITCC CTGTTTTTCT
ATACCCAMAGG GAAAATAAAA AATGTATATT TATATAAAGG GACARAAAAGA

151 AARARAMGACGG CGATCCTCTA GAGTCGACCT
TITITICTCC CCTAGGAGAT CTCAGCTGGA
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